; Table S2). also affects an expression domain is the finding that the Nos::NptII genes encoded by the T-DNAs inserted Taken together, these data do not support a common function for FLC and UFC in the regulation of flowering between FLC and UFC in the flc-11 mutant take on a vernalization response. In flc-11, both FLC and UFC are time.
There is evidence that proteins modulating FLC expression are chromatin associated, suggesting another explanation for the coordinate regulation of these genes. Transcription of FLC is dependent on PIE1, an Imitation Switch (ISWI)-like protein from the SWI2/SNF2 family of chromatin-remodeling ATPases [8] . FLC transcription is repressed by VRN2, a polycomb protein that forms repressive chromatin [4, 9, 10, 11], and by FCA, an RNA binding protein [12] . The coordinate upregulation of this cluster of genes in the fea mutant suggests that either FCA, which has been shown to interact with AtSWI3B, Figures 1A and 2) . When inserted at different chromosomal days after the cold treatment, the level of FLC expression is 40% of the nonvernalized control, whereas the locations, UFC also retained a vernalization response ( Figures 1A and 1G ), but the vernalization-induced expression of both UFC and NPTII is somewhat higher than that in nonvernalized plants ( Figure 3A) . When indownregulation of UFC was weaker than that seen for the FLC construct. These data suggest that both FLC serted at other chromosomal locations that are unlinked to a vernalization responsive locus, the Nos::NptII gene and UFC contain DNA sequence elements that confer Figures 1A and 3C) . In contrast, the region.
To determine whether sequences in FLC and/or UFC gene upstream of UFC did not respond to vernalization that interact with VRN2 or that are associated with changes in histone modification. The mechanism for transmission of the vernalization response to adjacent genes remains unknown but most likely involves some domain-wide change in chromatin structure. In an animal system (rat), the spreading of chromatin changes across an expression domain has been observed in a cluster of neuronal specific genes [15] . A corepressor complex associated with the REST/ NRSF-silencing factor (CoREST) recruits the molecular machinery that imposes silencing across this chromo- 
